University of Peradeniya

Cluster Analysis for Metagenomics Binning

Delini S.%
Damayanthi Herath?

I Department of Computer Engineering, Faculty of Engineering, University of Peradeniya.

¢ N

Abstract- Binning, a critical step in metagenomic analysis, involves grouping nucleotide sequences from
similar species. This study explores data-driven approaches to enhance binning efficiency, particularly
focusing on a dissimilarity-based method. The proposed approach increases the number of contigs binned
\compared to conventional methods while maintaining acceptable accuracy levels.
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Background- A key bioinformatic step in metagenomics is binning which refers to grouping nucleotide squences
belonging to similar species. This work considers metagenomic experiments involving shotgun sequencing. It

identifies the key limitations with the two-tiered binning approach (2T binning method) and aimed to develop a

refining strategy to improve the binning performance. y
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